Supplementary File 3 Gene expression levels of genes containing meiotically regulated exons.
Supplementary File 4
Core changes between mitotic and meiotic transcriptome. The expression profiles (RNAseq reads/gene) in the 6 dpp and 21 dpp testis transcriptomes are given for members of the core mitotic and meiotic transcriptomes (17). The numbers given for each gene are the same as in Supplementary Figure  2A , so this file provides a legend for this scatterplot.
Supplementary File 5.
The expression pattern of genes encoding all known RNA splicing regulators in the 6 dpp and 21 dpp testis transcriptomes monitored by RNAseq. Elliott, Supplementary Figure 1 T ra n scrip tio n a lly a ctiva te d ge ne s T ra n scrip tio n a lly re p resse d ge n e s 3 0 m e io tica lly u p -re gu la te d ge n e s sh o w e d in cre a se d sp licin g in clu sio n of a ca sse tte e xo n 1 m e io tica lly d o w n -re g u la ted ge n e sh o w e d in cre a se d sp licin g in clu sio n of a ca sse tte e xo n . 5 m e io tica lly u p -re gu la te d ge ne s sho w e d in cre a se d e xo n skip p ing o f a ca sse tte e xo n 3 m e io tica lly d o w n -re g u la ted ge n e s sh o w e d in cre a se d e xon skip p in g of a ca sse tte e xo n 
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